Copper (Cu) is a common heavy metal pollutant in aquatic environments that originates from natural as well as anthropogenic sources. The present study investigated whether Cu causes oxidative damage and induces changes in the expression of genes that encode tight junction (TJ) proteins, cytokines and antioxidant-related genes in the intestine of the grass carp (Ctenopharyngodon idella). We demonstrated that Cu decreases the survival rate of fish and increases oxidative damage as measured by increases in malondialdehyde and protein carbonyl contents. Cu exposure significantly decreased the expression of genes that encode the tight junction proteins, namely, claudin (CLDN)-c, -3 and -15 as well as occludin and zonula occludens-1, in the intestine of fish. In addition, Cu exposure increases the mRNA levels of the pro-inflammatory cytokines, specifically, IL-8, TNF-α and its related signalling factor (nuclear factor kappa B, NF-κB), which was partly correlated to the decreased mRNA levels of NF-κB inhibitor protein (IκB). These changes were associated with Cuinduced oxidative stress detected by corresponding decreases in glutathione (GSH) content, as well as decreases in the copper, zinc-superoxide dismutase (SOD1) and glutathione peroxidase (GPx) activities and mRNA levels, which were associated with the down-regulated antioxidant signalling factor NF-E2-related factor-2 (Nrf2) mRNA levels, and the Kelch-like-ECH-associated protein1 (Keap1) mRNA levels in the intestine of fish. Histidine supplementation in diets (3.7 up to 12.2 g/kg) blocked Cu-induced changes. These results indicated that Cu-induced decreases in intestinal TJ proteins and cytokine mRNA levels might be partially mediated by oxidative stress and are prevented by histidine supplementation in fish diet.
Introduction
of histidine, which typically prevents Cu accumulation. This study is the first study to investigate Cu-induced toxicity on the TJ proteins, cytokines and Nrf2, Keap1, NF-κB, IκB and TOR signalling molecules in fish intestines. These results will provide understanding of Cu-induced intestinal damage mechanisms in fish. Moreover, this report is the first study to demonstrate that histidine prevents Cu-caused intestinal damage in fish, which may support the use of histidine as a Cu stress inhibitor and a potent antioxidant in an aquatic environment.
Materials and Methods

Ethics statement
Care of laboratory animals and animal experimentation were performed in accordance with animal ethics guidelines and approved by the Animal Ethics Committee of Sichuan Agricultural University. The committee defines the timing to give humane endpoints and the method of sacrifice. The criteria used in the present study to determine when the animals should be humanely sacrificed include the following activities: 1) Can the animal move? 2) Can the animal eat? and 3) What is the body temperature? Immediately after the animal is selected, we performed care for the maintenance of body temperature, moisture retention, nutrient supply and oxygen supply. Veterinary care was provided throughout conduction of the animal experiments. Fish were monitored daily during the study. If any clinical symptoms (i.e., morphological abnormality, restlessness or uncoordinated movements) were observed, then the fish were sedated by immersion in 2% benzocaine solution and subsequently euthanised by immersion in a 6% benzocaine solution (anaesthetic overdose) for 3 minutes to be certain that death was achieved. In addition, fish were transferred from the exposure cages to copper-free MS 222 metacaine containing fresh water and were subsequently sacrificed by a blow to the head. At the end of the trial, the animals were anaesthetised in a benzocaine solution and then humanely sacrificed.
Preliminary test: Cu-induced oxidative stress in the fish intestine CuSO 4 was used in this study due to its extensive use as a pro-oxidant [35] . Cu exposure was performed according to the general Organization for Economic Co-operation and Development (OECD) guidelines for fish acute bioassays [36] . Clear water was used in this study for the low waterborne Cu concentration; this concentration, which was under the detection limit (0.002 mg/L), was measured using atomic absorption spectrometry. The water temperature and pH were maintained at 26 ± 2°C and 7.0 ± 0.5, respectively. The dissolved oxygen concentration was not less than 6.0 mg/L. A total of 180 young grass carp (initial average weight 558 ± 2.25 g) were randomly divided into 18 cages (1.4 × 1.4 × 1.4 m). In total, thirty fish were randomly assigned to each Cu concentration (0, 0.2, 0.7, 1.2, 1.7 and 2.2 mg Cu/L water) for 4 days, with 3 cages per concentration and 10 fish per cage. During Cu exposure, the fish were monitored every 6 h for health status. Mortality, if any, was recorded daily. The experiment was performed under a natural light and dark cycle. The fish were not fed.
Growth trail
The basal diet composition is presented in Table 1 . Fish meal, casein and gelatine were used as dietary protein sources for the low histidine diet. The dietary protein level was fixed at 300 g/kg diet, which was reported as optimum for the growth of young grass carp [37] . Crystalline amino acids (Jiangsu Nantong Eastern Amino Acid Co. Ltd., Nantong, China) were used to simulate the dietary amino acid profile to that of a young grass carp whole body of AA, excluding histidine, as previously described by Luo et al. (2014) [38] . L-histidine hydrochloride monohydrate was added to the basal diet to create six separate diets with serial doses of 0 (control), 2.0, 4.0, 6.0, 8.0 and 10.0 g histidine/kg diet. All of the experimental diet ingredients were mixed, pelleted and air dried according to Sevgili et al. [39] . Dry diets were stored at -20°C until use, according to the method described by Tan and Mai (2001) [40] . Histidine concentrations in the experimental diets were determined to be 2.0 (control), 3.7, 5.9, 7.9, 9.8 and 12.2 g/kg diet, according to the method described by Llames and Fontaine [41] .
Fish management was followed according to the Guidelines for the Care and Use of Laboratory Animals of Sichuan Agricultural University as described by Wu et al. [42] . Grass carp were obtained from an aquaculture stock (Sichuan, China). All of the fish were acclimatised to the experimental conditions for 2 weeks. A total of 540 young grass carp (initial average weight 279.8 ± 1.07 g) were randomly allocated into 18 experimental cages (1.4 × 1.4 × 1.4 m) with 30 [43] . After feeding for 30 minutes, uneaten feed was removed by siphoning as described by Lin et al. [44] .
Cu exposure
After the growth trial, 10 fish from each replicate were moved to labelled cages and exposed to 0.7 mg Cu/L water for 4 days (parameters used according to the preliminary test). Fish from the histidine deficiency group (Ctrl, 2.0 g histidine/kg diet) were in the cage without Cu for 4 days as the Ctrl/Ctrl treatment. In total, there were 7 different groups (pre-treatment histidine + Cu exposure). The fish were not fed, and experimental conditions were the same as those for the preliminary test.
Sample collections and analysis
The fish from each cage were counted and weighed at the beginning and at the end of the growth trail to determine the percent weight gain (PWG), specific growth rate (SGR), feed efficiency (FE) and protein efficiency ratio (PER). At the end of the growth trail, blood from six fish per treatment group was drawn from the caudal vein six hours after the last feeding, and plasma was collected to determine the ammonia concentration as previously described by Tantikitti and Chimsung [45] . Fish were transferred from the exposure cages to copper-free MS 222 metacaine containing fresh water as described by Larsson et al. [46] and then humanely sacrificed according to Liu et al. [47] . The intestines were emptied of any leftover food and chyme by gently stroking the content out, and each segment was rinsed thoroughly in a phosphate-buffered saline (PBS) solution (145 mM NaCl, 8 mM Na 2 HPO 4 , 2 mM NaH 2 PO 4 , pH 7.2) according to the method described by Bakke et al. [48] . Intestinal segments were then frozen in liquid nitrogen and stored at −80°C until further analysis according to the method described by Wu et al. [49] . The intestinal malondialdehyde (MDA) and protein carbonyl (PC) contents were assessed as described by Livingstone et al. [50] and Armenteros et al. [51] , respectively. The intestinal GSH content and SOD1 activities were assessed as described by McCarthy et al. [52] , and the GPx activity was assessed as described by Ravn-Haren et al. [53] . The ammonia concentration was determined according to the method described by Tantikitti and Chimsung [45] .
RNA isolation and real-time quantitative PCR
Total RNA was extracted from the intestine using RNAiso Plus (Takara, Dalian, China) according to the manufacturer's instructions, followed by DNase I treatment. Subsequently, total RNA quality and quantity were assessed by electrophoresis on 1% agarose gels and spectrophotometry, respectively. The absorption ratio of OD260/OD280 was between 1.9 and 2.1. cDNA was synthesised using a PrimeScript ™RT reagent Kit according to the manufacturer's instructions (Takara, Dalian, Liaoning, China).
Specific primers for ZO-1 (KJ000055), claudin-12 (KF998571), TOR (JX854449), Nrf2 (KF733814), Keap1 (KF811013), NF-κB (KJ526214) and IκB (KJ125069) genes were designed for grass carp in our laboratory, and primers for claudin-b (KF193860), claudin-c (KF193859), claudin-3 (KF193858), claudin-15 (KF193857), occludin (KF193855), SOD1 (GU901214), GPx (EU828796), TNF-α (HQ696609), TGF-β (EU099588), IL-8 (JN663841), IL-10 (HQ388294) and β-actin (M25013) were designed using published grass carp sequences. To ensure that the primers are paralogue-specific for different isoforms, the primer pairs were designed in the poorly conserved regions of different isoforms of genes. Real-time PCR was performed for these genes according to standard protocols using the primers indicated in S1 Table. All realtime PCR reactions were performed on a CFX96™ Real-Time PCR Detection System (Bio-Rad, Laboratories, Inc.) using a SYBR 1 Prime Script RT-PCR Kit II (Takara, Dalian, China). Amplicon was identified by sequencing. An additional dissociation curve analysis was performed, and it showed a single melting curve in all cases. No-RT controls were performed by omitting the addition of the reverse transcriptase enzyme, and no template controls were performed by the addition of nuclease free water. Several grass carp housekeeping genes, including 18S rRNA, β-actin and glycer-aldehyde-3-phosphate dehydrogenase (GAPDH), were tested as potential reference genes. Stability analysis by geNorm (version 3.5) software indicated that β-actin showed the greatest stability among groups (data not shown) and served as the reference gene. The thermocycling conditions were initiated with a denaturation step of 95°C for 30 s and then 40 cycles of PCR (denaturation at 95°C for 5 s, annealing for 30 s at a different temperature for each gene). Primer amplification efficiency was 100% for claudin-b, 100% for claudin-c, 100.1% for claudin-3, 99.9% for claudin-12, 100% for claudin-15, 100% for occludin, 100% for ZO-1, TOR, 99.8% for Nrf2, 100% for Keap1, 100% for NF-κB, 99.7% for IκB, 100% for SOD1, 100% for GPx, 100% for TNF-α, 99.8% for TGF-β, 100% for IL-8, 100% for IL-10 and 100% for β-actin. Expression results were analysed using the 2 -ΔΔCt method described by Livak and Schmittgen [54] .
Statistical analysis
The data are presented as the mean ± SD. A one-way analysis of variance (ANOVA) was applied to determine significant differences in the results of various groups over controls. Pvalues < 0.05 were considered significant. Dietary histidine requirements based on PWG and GPx were estimated using a quadratic regression analysis as described by Robbins et al. [55] .
Results
Induction of oxidative stress in fish
The survival rate and intestinal MDA and PC contents of the fish following Cu exposure are shown in Fig 1. These results indicated that the survival rate of fish gradually decreased with increasing Cu levels ( Fig 1A) . The intestinal MDA and PC contents were higher in fish that had been exposed to 0.7, 1.2 and 1.7 mg Cu/L water than the unexposed Ctrl and those contents that were exposed to 0.2 mg Cu/L water fish (Fig 1B) . 
Growth performance parameters and plasma ammonia concentrate (PAC)
The effects of dietary histidine on growth performances and PAC are presented in Table 2 . PWG, SGR, FE, PER and FI were the lowest in fish that had been fed with the histidine-unsupplemented basal diet, and the values increased with increasing dietary histidine levels up to 7.9 mg/kg diet (PWG, SGR, FE and PER) and 5.9 mg/kg diet (FI); the levels decreased with additional increases in histidine concentrations. PAC was significantly decreased with dietary histidine levels up to 7.9 g/kg diet. The dietary histidine requirement of young grass carp (279.1-685.4 g) as estimated using a quadratic regression analysis based on the PWG (Fig 2) was 7.63 g/kg, which corresponded to 24.76 g/kg dietary protein.
Claudin family, occludin and ZO-1 mRNA levels in the entire intestine after exposure to 0.7 mg Cu/L water for 4 days Cu toxicity as well as its prevention by dietary histidine on claudin-b, claudin-c, claudin-3, claudin-12, claudin-15, ZO-1 and occludin mRNA levels in the entire intestine are presented Values are expressed as the mean ± SD, mean of three replicates with thirty fish per replicate. The mean values within the same row with different superscripts are significantly different (P < 0.05). in Figs 3 and 4 . These results indicate that compared with the Ctrl/Ctrl group, the Ctrl/Cu treatment group significantly down-regulated claudin-c (Fig 3) , claudin-3 (Fig 3) , claudin-15 (Fig 3) , occludin (Fig 4) and ZO-1 (Fig 4) mRNA levels. However, histidine pre-supplementation significantly prevented changes in claudin-c, claudin-3, claudin-15 and ZO-1 mRNA levels. Claudin-b and claudin-12 mRNA levels were not significantly affected by Cu exposure or histidine pre-supplementation (Fig 3) .
The mRNA levels of cytokines, NF-κB, IκB and TOR in three intestinal segments after exposure to 0.7 mg Cu/L water for 4 days Fig  5A) , IL-8 ( Fig 5B) and NF-κB (Fig 6A) mRNA levels in the PI, MI and DI of fish. Expectedly, histidine pre-supplementation completely prevented these changes in the PI, MI and DI. Ctrl/ Cu treatment down-regulated IκB mRNA levels in the intestine, which were completely prevented by histidine pre-supplementation (Fig 6B) . The IL-10 ( Fig 5C) , TGF-β ( Fig 5D) and TOR (Fig 7) mRNA levels were not significantly affected by Cu exposure. However, histidine pre-supplementation significantly up-regulated IL-10, TGF-β and TOR mRNA levels in the PI, MI and DI.
Antioxidant-related parameters in the intestine after exposure to 0.7 mg Cu/L water for 4 days
The intestinal MDA, PC and GSH contents as well as SOD1 and GPx activities are presented in Table 3 . These results indicated that compared with the Ctrl/Ctrl group, Ctrl/Cu treatment significantly increased the MDA and PC contents and decreased the SOD and GPx activities and the GSH content. However, histidine pre-supplementation prevented these changes in the intestine. The dietary histidine requirement of young grass carp (279.1-685.4 g), as estimated using a quadratic regression analysis based on GPx (Fig 8) , was 8.62 g/kg diet, which corresponded to 27.97 g/kg dietary protein. Cu exposure and prevention by histidine on the SOD1, GPx, Nrf2 and Keap1 mRNA levels are presented in Figs 9 and 10. These results indicated that compared with the Ctrl/Ctrl group, Ctrl/Cu treatment significantly down-regulated SOD1 and the GPx levels and up-regulated the Keap1 mRNA levels (Fig 10) . Expectedly, histidine presupplementation prevented these changes in the intestine (Fig 10) . 
Discussion
A growth trial is a method of nutrient deposition that is used to investigate the prevention of toxicity mediated by specific nutrients [56] . In this study, the deficiency of histidine decreased PWG, FI, FE and PER, whereas this amino acid supplementation improved these values in young grass carp. These results indicated that we performed a successful growth trial to lay the foundation for further studies.
Oxidative stress is commonly assessed by MDA and PC formation [56] . We demonstrated that Cu (0.7 mg/L, 4 days) is a sublethal concentration that induces oxidative stress in the intestine of fish and allows the investigation of whether Cu toxicity can be prevented by histidine. However, how waterborne Cu reaches the intestine in freshwater fish remained unclear because this fish does not drink, and any drinking is minimal. It is well known that gills are the first organs that come into contact with environmental pollutants in marine and freshwater fish [57] . Kamunde et al. reported that Cu absorbed from the water via gills is likely transported via arterial circulation and deposited into other peripheral tissues before reaching the liver, and after 48 h, newly accumulated Cu concentration in the tissues were ranked in order as liver > gill > gut > plasma > carcass in rainbow trout [58] . Thus, we assumed that intestinal Cu in freshwater fish under waterborne exposure might be accumulating mainly from gill absorption and arterial circulation, which requires further investigations.
Cu changes TJ proteins, cytokines and NF-κB, IκB and TOR signalling molecules in the fish intestine
Herpes 3 infection induces a decrease in CLDN-3 mRNA in fish [59] similar to the one shown in this study. In general, a reduction in mRNA levels is associated with a corresponding reduction in protein and a disruption in its function. Nevertheless, tight junction disruption, which is associated with protein reduction, is sometimes accompanied by an increase, rather than a decrease, in the corresponding mRNA. Thus, the reduction in CLDN-2 that is caused by the epidermal growth factor [60] , several tight junction proteins by ouabain [61] and ZO-1 in subconfluent cells [62] in Madin-Darby canine kidney cells resulted in a disruption in tight junctions and an increase in mRNA levels corresponding to the mentioned proteins. However, this does not appear to be the case with a Cu-induced decrease in CLDNs as observed in this study because carps showed a decrease in their survival rate, which may result, in part, from the loss of intestinal tight junctions. The results of this study demonstrated that compared with the Ctrl/Ctrl group, Ctrl/Cu treatment down-regulated the claudin-c, claudin-3, claudin-15, occludin and ZO-1 mRNA levels in the intestine of grass carp. To the best of our knowledge, this is the first report regarding the effect of Cu exposure on the TJ protein mRNA levels in fish. Several previous studies have demonstrated that TNF-α treatment decreased the ZO-1 protein levels in Caco-2 cells [63] , the occludin protein levels in mouse astrocytes [64] and the claudin-3 mRNA levels in mouse ilea [65] . In addition, IL-8 treatment decreases the ZO-1 and occludin mRNA levels in human vascular endothelial cells [66] . The present study demonstrated that compared with the Ctrl/Ctrl group, Ctrl/Cu treatment up-regulated the TNF-α and IL-8 mRNA levels in the intestine of grass carp, which was in contrast to changes in claudin-3, occludin and ZO-1, suggesting that Cu-induced decreases in these TJ mRNA levels, at least in part due to the up-regulation of TNF-α and IL-8 mRNA in the intestine of fish. In addition, TGF-β treatment decreased the claudin-12 mRNA levels in human oral epithelial cells [67] . Interestingly, in this study, compared with the Ctrl/Ctrl group, the Ctrl/Cu treatment did not change the TGF-β mRNA levels in the intestine of grass carp, which was similar to a change in claudin-12, indicating that claudin-12 is partly regulated by TGF-β in the fish intestine. However, there is no information regarding the effect of Cu exposure on cytokines in fish intestine.
Cytokine production is regulated by signalling molecules in mammals [68] . Thus, we next investigated the effects of Cu on the signalling molecules in the intestine of fish.
NF-κB regulates a number of target genes, including TNF-α and IL-8 in fish [17] . The present study demonstrated that compared with the Ctrl/Ctrl group, Ctrl/Cu treatment increases the intestinal NF-κB mRNA levels in grass carp, which were similar to the changes observed in the TNF-α and IL-8 mRNA levels, indicating that Cu exposure-increased the TNF-α and IL-8 mRNA levels that might be partially related to the increase in the NF-κB mRNA levels in the intestine of fish. In fish, NF-κB is directly inhibited by the NF-κB inhibitor protein (IκB) [69] . Beg et al. reported that down-regulation of IκB gene expression up-regulated the NF-κB mRNA levels in mice [70] . In the present study, compared with the Ctrl/Ctrl group, the Ctrl/ Cu treatment decreased the IκB mRNA levels in the intestine of grass carp, suggesting that Cuinduced NF-κB mRNA increases might be partially related to the decreased IκB mRNA levels in the fish intestine. Anti-inflammatory cytokines, such as IL-10 [71] and TGF-β [18] are upregulated by the TOR signalling molecule in mammals. Interestingly, the present study demonstrated that compared with the Ctrl/Ctrl group, Ctrl/Cu treatment did not change the TOR mRNA levels in the intestine of grass carp, which were similar to the changes observed in the IL-10 and TGF-β mRNA levels, indicating that the unchanged IL-10 and TGF-β mRNA levels might be caused by TOR signalling in the intestine of fish. A potential explanation is the different sensitivity of TOR to external stimuli. The TOR signalling molecule is sensitive to nutrient and insulin stimuli in vertebrates [72] . In addition, Cu-induced changes in the intestinal TJ mRNA levels might be partially associated with an impaired intestinal antioxidant defence system [7] . Thus, we next investigated the effects of Cu on the intestinal antioxidant defence system.
Cu impaired the intestinal antioxidant defence system by affecting signalling molecules Nrf2 and Keap1 in fish intestine
Cu is an important pollution-causing metal [73] . Cu exposure could induce oxidative damage in the pacu (Piaractus mesopotamicus) liver [74] . In the current study, compared with the Ctrl/ Ctrl group, Ctrl/Cu treatment increased MDA and PC content by approximately 95% and 69%, respectively, decreased SOD1 and GPx activity by approximately 118% and 46%, respectively, and decreased GSH content by approximately 110% in the intestine of young grass carp, suggesting that Cu induces severe antioxidant defence system injury in fish intestine. These changes were similar to those observed by Jiang et al. [7] . Enzyme activities were also highly related to the mRNA levels in animals [75] . In the present study, compared with Ctrl/Ctrl group, Ctrl/Cu treatment decreased the SOD1 and GPx mRNA levels, which were similar to their enzyme activities, suggesting that Cu-inhibited SOD1 and GPx activities might be partially related to the down-regulation of their corresponding mRNA levels in the intestine of fish. The antioxidant enzyme mRNA levels are regulated by the signalling pathway-related molecules in vertebrates [26] . Nrf2, a master signalling molecule of the endogenous antioxidant defence system, is a critical regulator of antioxidant enzyme gene expression in mice [76] . In the present study, compared with the Ctrl/Ctrl group, Ctrl/Cu treatment down-regulated the Nrf2 mRNA levels, which was similar to the changes in the SOD1 and GPx mRNA levels, suggesting that Cu-caused down-regulation of SOD1 and GPx mRNA levels might be partially related to the down-regulation of Nrf2 mRNA in the intestine of fish. In addition, up-regulation of antioxidant enzyme gene transcription by Nrf2 is largely dependent on its nuclear translocation [77] . Keap1 is an inhibitor of Nrf2, which binds Nrf2 to prevent its nuclear translocation [78] , and Keap1 dissociation from Nrf2/Keap1 enhances Nrf2 nuclear translocation [79] . It has been reported that up-regulation of Keap1 gene expression inhibits Nrf2 nuclear translocation in human bile duct cancer cells [80] . In this study, compared with the Ctrl/Ctrl group, Ctrl/Cu treatment up-regulates the Keap1 mRNA levels, suggesting that Cu exposure down-regulated the Nrf2 mRNA levels and might be partially correlated to the inhibition of Nrf2 nuclear translocation in the intestine of fish. Overall, the present study has demonstrated Cu-mediated toxicity on TJ proteins, cytokines and the antioxidant defence system in the fish intestine. Thus, it is necessary to expand our knowledge to prevent these types of toxicity from accumulating in fish intestines.
Histidine prevented Cu-induced damage in the intestine of fish
Histidine is an important amino acid in fish [29] . Our results indicated that histidine deficiency significantly increases MDA and PC content, decreases SOD1 and GPx activities and GSH content, and also significantly down-regulates the claudin-c, claudin-3, claudin-15, occludin, ZO-1, IL-10, TGF-β, IκB, TOR, SOD1, GPx, Nrf2 mRNA levels and up-regulates the IL-8, TNF-α, NF-κB and Keap1 mRNA levels, whereas optimal histidine pre-supplementation completely restored these changes in the intestine of fish. These results indicate that histidine can prevent Cu exposure-induced changes in tight junction proteins, cytokines and the antioxidant defence system in the intestine of fish. Taken together, these results may identify measures to ameliorate metal toxicity in fish. Histidine-prevented Cu toxicity in fish might be partially related to the chelation of Cu. Our previous study observed that chelating Cu by myo-inositol could reduce the toxic effect of Cu at the intestine/enterocytes in Jian carp [7, 81] . Histidine could chelate copper in rainbow trout intestine [31, 32, 33] . Moreover, chelating of Cu by nutrients was also reported by Bopp et al. (2008) , who observed that the addition 5 μM CuSO 4 corresponded to a free Cu 2+ concentration of 0.11 μM in Earle's medium [73] . All of these observations support our hypothesis. Interestingly, after Cu exposure, the excess histidine presupplementation groups demonstrated decreased GSH content and SOD1 and GPx activities compared with the optimal pre-supplementation groups. One potential explanation is the production of ROS by excessive histidine. Histamine, the metabolite of histidine, is abundantly produced by excess histidine, resulting in increased ROS production in breast cancer cells [82] . ROS can also decrease the SOD1 and GPx activities and the GSH content in carp erythrocytes [22] . Excessive histidine pre-supplementation demonstrated harmful effects on preventing Cu toxicity in the intestine of fish. Thus, we must determine the precise histidine requirement to prevent Cu toxicity in young grass carp. The nutritional requirement is determined by sensitive biomarkers in animals [83] . Several studies in fish indicated that GPx [84] and PWG [85] are sensitive indictors of heavy metal detoxification and growth performance, respectively. In the present study, the histidine requirements for grass carp (279.1-685.4 g) were 8.62 and 7.63 g/ kg diet or 27.97 and 24.76 g/kg dietary protein based on the GPx and PWG, respectively. Interestingly, the histidine requirement for preventing Cu toxicity was greater than for growth performance. This phenomenon may be due to the presence of histidine in the active centres of numerous enzymes in fish and its highly attack by heavy metal ions. Thus, a higher histidine level ensures enzyme activities under heavy metal exposure conditions.
Conclusions
We are the first to report that Cu exposure induces a decrease in the expression of genes that encode the intestinal TJ proteins CLDN-c, CLDN-3 and CLDN-15, as well as occludin and ZO-1, but neither CLDN-b nor CLDN-12 in the fish intestine. These changes may result, at least partially, from increases in the cytokines TNF-α and IL-8, but not in TGF-β and IL-10 and from Cu-induced oxidative stress. We also demonstrated that changes in cytokines and antioxidant enzymes might be correlated to the signalling molecules NF-κB, IκB, Nrf2 and Keap1 (Fig 11) . Histidine supplemented in the diets (3.7 up to 12.2 g/kg) blocks Cu-induced changes. These results provide further understanding of how Cu induces intestinal damage and demonstrate that histidine effectively prevents Cu toxicity in fish.
Supporting Information S1 Table. Real-time primer sequences, annealing temperature and amplicon for zonula occludens-1 (ZO-1), Occludin, Claudin-b, Claudin-c, Claudin-3, Claudin-12, Claudin-15, tumour necrosis α (TNF-α), interleukin 8 (IL-8), interleukin 10 (IL-10), transforming growth factor β (TGF-β), Nuclear factor kappa B (NF-κB) and inhibitor protein-κB (IκB), target of rapamycin (TOR), copper, zinc-superoxide dismutase (SOD1), glutathione peroxidase (GPx), NF-E2-related factor-2 (Nrf2) and Kelch-like-ECH-associated protein1 (Keap1) and β-Actin genes.
